P00387 (NB5R3_HUMAN)
Q94IG7 ( Because it is of fundamental importance to use standardized nomenclatures, annotation in UniProtKB/Swiss-Prot is progressively moving towards controlled vocabularies (CVs) and ontologies. As an illustration, we present the SUBCELLULAR LOCATION and PATHWAY annotation sections.
SUBCELLULAR LOCATION: annotation section describing the location of a protein PATHWAY: annotation section describing the role of a protein in metabolism
Metabolism of living organisms can be viewed as a network of biochemical reactions, connected by the chemical compounds involved in these reactions and generally catalyzed by enzymes. Usage consists of decomposing this complex metabolic network to sub-parts, called metabolic pathways. All attempts to partition the metabolic network into sub-networks have some degree of arbitrariness and may depend on the desired level of granularity (in UniProtKB, we use two levels: super-pathway and pathway). Examples: Amino-acid biosynthesis (super-pathway), L-lysine biosynthesis via AAA pathway (pathway). Whenever possible we split metabolic pathways into sub-pathways, linear paths of enzymatic reactions (step reactions). Compounds and reactions are imported from the KEGG LIGAND database with the kind permission of the Kanehisa Laboratory (http://www.genome.jp/kegg). UniPathway data is cross-referenced to related resources (PubMed, GeneOntology, ENZYME, KEGG, MetaCyc, etc). 
